Root mean squared deviation (RMSD) in Cα atoms of GLUT5 homology models are color-coded: green for small deviations (dark green less than 2 Å, light green 2-3 Å), yellow for medium deviations (3-4.5 Å) and red for the largest deviations (up to 10 Å in loop regions). Overall RMSD is ~2.5 Å and 1.5 Å in the transmembrane helix core. The experiments were conducted in JM1100 E. coli cells expressing GlcP Se,F348H . Assay was performed at different glucose concentrations and stopped one minute after addition of C 14 -glucose. Transport kinetic parameters were determined with Prism (GraphPad Software): K M = 94 ± 19 µM, V max = 6.4 ± 0.5 nmol/min/mg. Error bar is standard deviation from 3 different measurements.
Supplementary Table S1 . Compounds tested for GLUT5 transport inhibition in proteoliposomes by entrance counter-flow assay. MSNBA is in bold and red characters.
Enamine 300.34
Enamine 287.27
Enamine 319.32
Enamine 290.28
Vitas-M 325.32
Vitas-M 300.27
Enamine 298.27 
